In recent years, many marine bacteria of the class Bacteroidia have been isolated and subject to polyphasic characterization, with several new genera and families established. A novel family named Prolixibacteraceae was created by Huang et al. (2014) to include the genera Prolixibacter, Sunxiuqinia and Mangrovibacterium (Holmes et al., 2007; Qu et al., 2011; Chang et al., 2013; Takai et al., 2013) . Another novel family Draconibacteriaceae assigned to the class Bacteroidia was proposed by Du et al. (2014) . Iino et al. (2014) reclassified the families Draconibacteriaceae and Prolixibacteraceae, combining the two families into an emended family Prolixibacteraceae. Thus, at the time of writing, the family Prolixibacteraceae comprises seven genera: Meniscus, Prolixibacter, Sunxiuqinia, Draconibacterium, Mangrovibacterium, Tangfeifania and Mariniphaga (Irgens, 1977; Liu et al., 2014b) . The family Marinifilaceae was also created by Iino et al. (2014) to accommodate the genus Marinifilum (Na et al., 2009; Ruvira et al., 2013) . To date, the class Bacteroidia belonging to the phylum Bacteroidetes comprises a single order Bacteroidales, consisting of seven families. In this study, we report a novel species in a new genus within the family Prolixibacteraceae of the class Bacteroidia.
With an enrichment culture technique described previously , strain HF08
T was isolated from a marine sediment sample from the coast of Weihai, China (1228 039 44.010 E 378 329 01.930 N). After repeated streaking on fresh marine agar 2216 (MA; Hopebio) at 28 8C, a pure culture was obtained and stored at 280 8C in sterile 1 % (w/v) saline supplemented with 15 % (v/v) glycerol.
Phenotypic features of strain HF08 T were determined after cultivation on MA for 2-3 days at 33 8C. Cell morphology, size and flagella were routinely observed with a transmission electron microscope (Jem-1200; JEOL) and a light microscope (Ci-L; Nikon) after incubation on MA for 3 days at 33 8C. The hanging-drop method was used to examine motility. The Gram staining reaction was performed according to Smibert & Krieg (1994) . The temperature range for growth was assessed on MA at 4, 8, 13, 17, 24, 28, 30, 33, 37, 42 and 45 8C. The pH range for growth was determined by using marine broth 2216 (MB; Hopebio) at pH 5.5-9.5 (in 0.5 pH unit intervals) with MES (pH 5.5 and 6.0), PIPES (pH 6.5 and 7.0), HEPES (pH 7.5 and 8.0), Tricine (pH 8.5) and CAPSO (pH 9.0 and 9.5) buffers, all at concentrations of 20 mM. Tolerance to NaCl was assessed on MA and in MB made with artificial seawater [consisting of (w/v): 0.6 % MgCl 2 , 0.32 % Na 2 SO 4 , 0.18 % CaCl 2 , 0.06 % KCl, 0.02 % Na 2 CO 3 , and traces of Na 2 SiO 3 and NaF] containing different concentrations of NaCl (0, 0.5, 1, 2, 3, 4, 5, 6, 7, 8, 9 and 10 %, w/v) . Anaerobic growth was tested at 33 8C in an anaerobic chamber on MA with or without 0.1 % (w/v) NaNO 3 for 7 days. Catalase activity was evaluated by bubble formation in 3 % (v/v) H 2 O 2 solution and oxidase activity was tested using oxidase reagent (bioMérieux). Tests for reduction of nitrate, and hydrolysis of agar, starch, CM-cellulose and Tween 80 were performed as described by Dong & Cai (2001) . Additional physiological and biochemical characteristics were examined by using API 20E, API 20NE and API ZYM kits, API 50CHB fermentation kit (bioMérieux) and GEN III MicroPlates (Biolog) according to the manufacturers' instructions; all suspension media for API test strips were supplemented with 3 % (w/v) NaCl (final concentration). Antibiotic sensitivity was tested by using antibiotic-impregnated discs incubated on MA (as strain HF08
T showed poor growth on Iso-Sensitest agar or Mueller-Hinton agar plates) at 33 8C for 3 days, according to the method described by Du et al. (2014) .
After 3 days of incubation in MB at 33 8C to the lateexponential growth phase, cultures were analysed for cellular fatty acid compositions according to the instructions of the Microbial Identification System (Microbial ID). Isoprenoid quinones were extracted and purified according to the procedures described by Minnikin et al. (1984) and were separated by HPLC (Kroppenstedt, 1982) . Harvesting of the cultures and extraction of polar lipids were performed as described by da Costa et al. (2006) . Analyses of polar lipids were carried out by the Identification Service, Leibniz-Institut DSMZ -Deutsche Sammlung von Mikroorganismen und Zellkulturen. Genomic DNA of strain HF08 T , from 3-day-old cultures grown on MA, was obtained using a genomic DNA extraction kit (TaKaRa) following the manufacturer's protocol. The G+C content of the genomic DNA was determined by HPLC (Mesbah et al., 1989) .
After 5 days of enrichment culture at 28 8C, strain HF08 T was isolated and purified. Colonies of strain HF08
T cultivated on MA were circular, entire, smooth and pink. Cells were straight to slightly curved rods, without flagella and non-motile. The predominant cellular fatty acids (.5 %) of strain HF08
T were iso-C 15 : 0 (36.4 %), anteiso-C 15 : 0 (14.2 %), iso-C 14 : 0 (12.1 %), iso-C 15 : 0 3-OH (10.3 %) and iso-C 16 : 0 3-OH (5.7 %), which differentiated the isolate from recognized species of related genera based on both the components and their proportions. Menaquinone 7 (MK-7) was the major respiratory quinone of strain HF08
T . The polar lipids of strain HF08 T were phosphatidylethanolamine, two unknown phospholipids and four unknown lipids (Fig. S1 , available in the online Supplementary Material), while the absence of diphosphatidylglycerol and phosphatidylglycerol distinguished strain HF08
T clearly from its closest relatives. The genomic DNA G+C content of strain HF08
T was 44.8 mol%, which was consistent with the range 42-47 mol% found for members of the family Prolixibacteraceae (Huang et al., 2014) . Detailed morphological and physiological characteristics of strain HF08
T are given in the species description.
The 16S rRNA gene was amplified in a number of fragments using the bacterial universal primers 27F and 1492R (Liu et al., 2014a) . After purification, the PCR product was ligated into the pGM-T vector (Tiangen Biotech) and cloned according to the manufacturer's instructions . Sequencing reactions using universal primers T7 and SP6 (Liu et al., 2014a) were performed by Shanghai Sunny Biotechnology. The taxonomic status of strain HF08 T , including levels of similarity and designations of its closest relatives based on the resulting nearly complete 16S rRNA gene sequence, was determined using the BLAST algorithm of the GenBank database and the EzTaxon server (Kim et al., 2012) . Multiple alignments of the sequences were performed using CLUSTAL X (version 1.81) (Thompson et al., 1997) , and manual edition (to remove gaps at the 39 and 59 ends and ambiguous bases) using BioEdit version 7.0 (Hall, 1999) . A phylogenetic tree was reconstructed based on the aligned sequences using the neighbour-joining method implemented in MEGA version 6.06 (Tamura et al., 2013) . The maximum-likelihood (Felsenstein, 1981) and maximum-parsimony (Fitch, 1971) methods, as implemented in MEGA version 6.06, were also used to reconstruct phylogenetic trees to determine the phylogenetic position of strain HF08
T . The genetic distances of the trees were calculated according to Kimura's twoparameter model (Kimura, 1980) . Bootstrap values were evaluated based on 1000 replicates for the three methods.
Analysis of the 16S rRNA gene sequence (1442 bp) based on the EzTaxon server clearly showed that strain HF08 T was associated with members of the family Prolixibacteraceae (Huang et al., 2014; Iino et al., 2014) . The most closely related strains to isolate HF08 T were Sunxiuqinia faeciviva JCM 15547 T (89.7 % 16S rRNA gene sequence similarity) (Takai et al., 2013) , followed by other members of the genus Sunxiuqinia (89.0-89.6 %) (Qu et al., 2011; Chang et al., 2013; Yoon & Kasai, 2014) . Several closely related cultured and characterized species were Prolixibacter bellariivorans JCM 13498 T (89.6 % similarity), Draconibacterium orientale DSM 25947 T (89.2 %), Mariniphaga anaerophila DSM 26910 T (88.5 %) and Meniscus glaucopis ATCC 29398 T (88.1 %) (Irgens, 1977; Holmes et al., 2007; Du et al., 2014; Iino et al., 2014) . In addition, levels of similarity with other known related neighbours were all less than 88 %. The phylogenetic tree reconstructed with the neighbour-joining method (Fig. 1) revealed that strain HF08
T was placed in the family Prolixibacteraceae and formed a distinct sublineage with the other related genera. The maximum-likelihood and maximum-parsimony trees (data not shown) also confirmed this topology. The rather low levels of sequence similarity and phylogenetic position on the trees indicated that strain HF08
T may represent a novel member of a new genus in the family Prolixibacteraceae.
Comparative chemotaxonomic and phenotypic traits of strain HF08
T and the closest related genera belonging to the family Prolixibacteraceae are shown in T and these reference strains are listed in Table S1 .
Strain HF08
T shares several common phenotypic traits with the related genera Prolixibacter, Draconibacterium, Mariniphaga, Meniscus and Mangrovibacterium, with all taxa being facultative anaerobes and non-motile. One striking difference between the new isolate and the related genera Prolixibacter, Mariniphaga and Meniscus is that strain HF08
T possesses oxidase and catalase activities, whereas members of the latter genera do not. Strain HF08
T differs from the genus Sunxiuqinia by members of the latter having the ability to glide and produce indole, whereas strain HF08 T does not. In addition, strain HF08
T can be distinguished from the genus Prolixibacter in that members of the latter can grow at 4 8C and hydrolyse gelatin. Strain HF08 T can be readily differentiated from the genus Draconibacterium by members of the latter having the ability to tolerate pH 5.5 and 9.0 and to produce indole. The optimal temperature of strain HF08
T for growth is slightly lower than that for the members of the genus Mariniphaga. Furthermore, members of the genus Mangrovibacterium can grow without NaCl, hydrolyse cellulose and gelatin, whereas strain HF08 T cannot.
Altogether the morphological, physiological and phylogenetic data from this study clearly distinguished strain HF08 T from members of the most closely genera of the family Prolixibacteraceae. We conclude that strain HF08 T represents a novel species in a new genus, for which the name Roseimarinus sediminis gen. nov., sp. nov. is proposed.
Description of Roseimarinus gen. nov.
Roseimarinus (Ro.se.i.ma.ri9nus. L. adj. roseus pinkcoloured; L. adj. marinus of or belonging to the sea; N.L. masc. n. Roseimarinus pink bacterium belonging to or living in the sea).
Cells are Gram-stain-negative, non-motile, facultatively anaerobic and straight to slightly curved rods. Oxidaseand catalase-positive. NaCl is required for growth. Predominant cellular fatty acids are iso-C 15 : 0 , anteiso-C 15 : 0 and iso-C 14 : 0 . MK-7 is the major menaquinone. The major polar lipids are phosphatidylethanolamine and two unknown lipids. The type species is Roseimarinus sediminis.
Description of Roseimarinus sediminis sp. nov.
Roseimarinus sediminis (se.di9mi.nis. L. n. sedimen sediment; L. gen. n. sediminis of sediment).
In addition to the characteristics listed for the genus, the following characteristics are also observed for the type species. Cells are approximately 0.4-0.6 mm in width and 1.8-7.8 mm in length. Colonies grown on MA are circular, entire, smooth, pink and about 0.5-1.0 mm in diameter after 3 days of incubation at 33 uC. Growth occurs between 17 and 42 uC and in the presence of 0.5-6% (w/v) NaCl, with optimum growth at 33 uC and with 2-3% NaCl. No growth is observed without NaCl. Growth is observed at pH 6.0-8.5 with optimum growth at pH 7.5-8.0. Nitrate is not reduced to nitrite. Aesculin can be hydrolysed, but starch, agar, Tween 80, gelatin and CM-cellulose cannot. Arginine dihydrolase, lysine decarboxylase, ornithine decarboxylase, Simmons' citrate utilization, H 2 S production, urease, tryptophan deaminase, indole production and the Voges-Proskauer reaction are negative, except that ONPG is positive in API 20E tests. Acid can be produced from L-arabinose, aesculin, D-tagatose and potassium 5-ketogluconate. Acid production from D-arabinose, Dribose and D-xylose is weakly positive in API 50CHB assays. The results of carbon source assimilation in Biolog GEN III microplates are positive for maltose, trehalose, cellobiose, gentiobiose, turanose, a-lactose, a-D-glucose, D-fructose 6-phosphate, D-glucuronic acid, glucuronamide and acetoacetic acid. Activities in API ZYM kits are detected for alkaline phosphatase, leucine arylamidase, trypsin, chymotrypsin, acid phosphatase, naphthol-AS-BI-phosphohydrolase, a-galactosidase and b-glucosidase. Tests for esterase lipase (C8), valine arylamidase and b-galactosidase are weakly positive. Activities of esterase (C4), lipase (C14), cystine arylamidase, bglucuronidase, a-glucosidase, N-acetyl-b-glucosaminidase, a-mannosidase and b-fucosidase are not observed. Resistant to (mg per disc) ofloxacin (5), tobramycin (10), trimethoprim (5), nalidixic acid (30), norfloxacin (10), kanamycin (30), gentamicin (10), streptomycin (10) and tetracycline (30), but sensitive to ceftriaxone (30), erythromycin (15), ampicillin (10), chloramphenicol (30), penicillin G (10), rifampicin (5), acetylspiramycin (30) and clarithromycin (15). In addition to the major phosphatidylethanolamine (PE) and two unknown lipids (L3, L4), moderate to minor amounts of two unknown phospholipids (PL1, PL2) and two unknown lipids (L1, L2) are present in the polar lipid profile.
The type strain, HF08
T (5KCTC 42261 T 5CICC 10901 T ), was isolated from marine sediment of the coast of Weihai, China. The DNA G+C content of the type strain is 44.8 mol%.
